

SEQUENCE LISTING 



<110> REED-GITOMER, BERENICE Y. 
PAK, CHARLES Y.C. 

<120> ABSORPTIVE HYPERCALCIURIA LOCUS ON HUMAN CHROMOSOME 1 

<130> UTSD:553 

<140> UNKNOWN 
<141> 1999-06-23 



<160> 6 

<170> Patentln Ver. 



2.0 



<210> 1 
<211> 2567 
<212> DNA 
<213> Human 

<400> 1 
gaataacctg 
tagtgataag 
gtcacctcca 
ccaccaaatg 
gtttgagatt 
ggaatctaac 
gaatgatccc 
ggatcacggt 
gattcgattc 
gagaaaagcc 
ccactgccga 
cgctttagac 
gagactggga 
gcacacgtgc 
tgcagggact 
attcataatt 
ggcatacatg 
ttggagccag 
tatgggccag 
aatctttcct 
ctttcattat 
acaactttac 
tctttttcac 
ggaaactcaa 
cctggctggc 
caacctcccc 
cttcaacaag 
tcagatgtgg 
cagatgtctc 
ggagctttd 
ggacatcct^ 
acaccaatfac 
ttcctc^gta 
aggt 




ttcaagtatt 
gaaagtgaag 
acgtcattaa 
ctggtgagat 
ctcccctgtt 
attttttatt 
tcatttgagg 
gaagaggaac 
tgtaacccta 
atgcacttga 
ggcagggact 
atggatgcca 
gatactgcct 
taagatttgc 
tacttcctca 
catttaaaaa 
tatttgaatg 
acatttgagt 
atagtgcttg 
tacaacttac 
gtgaatcgc 
cggcaaaotg 
tgcaagttett 
tec 

tacaa4ggtg 
ctga4aggcg 
ctc^ataatgg 
g^zfactgctcc 
ttctgaaca 
gtaacacagg 
ctttattctg 
gaaaacaaca 
gctatctggg 
atgecagact 



ccattaagct 
aagtctgtca 
aagaaatctc 
gtgctgc< 
ggaatatga/ 
gtttcegge 
tgcactat< 
agettegt ja 
tgatgcag aa 
aatgtgcc 
tcattccct 
ttaaaaag/ 
caccttc 
ctaat< 
tccaoctccc 
ctgafagacca 
aadgacagaa 
gccacctt 
caagaaaat 
tctccttgtt 
aggeccaaga 
tctgcctttc 
atgcccacct 
agatcattaa 
tgtggttcaa 
agggcattga 
gacacctgga 
agaatcccaa 
gcagataccc 
aacacatctt 
gttttgttta 
gaatcctcaa 
agtgtgaagc 
tcaggaatgg 



aacagagaag 
^tcacaagt 
ctgatccag 
cattggcotg 
gatgatocitc 
tggcaiaggag 
ttccttgtct 
acfeggagaat 
a^cagectaj 
tttttagaa 
tcatc^arcttc 
tatgtct 
tattcttcaa 
tgggaggtga 
aaaatgaccc 
acttctcaca 
gttgctaaaa 
ttacagcctc 
gctgaggaag 
tctccatatc 
gagcccacct 
cttgctgtgg 
ggcagttatg 
ggcttaccta 
atatgaagtc 
aatcgtggca 
tttggccatt 
ccgacattat 
gcaattgatc 
cagcaaggca 
tagaacattt 
gttccacagt 
aggggtaggc 
gacaactttt 



ca 
gtc 



gagctgtggc 
gaagatgc.QC_ 
acagtgaata 
tggattta 
tgatctt 
agctgaagtg 
tggcaaagga 
gatgtgggga 
actctcaaga 
aaaggtgagg 
gcactgaagc 
catgtcgaga 
ccagggaaga 
cgcatctata 
atgcaaatga 
gaetattege 
atggccatgg 
tacgtggctg 
gagttaggct 
cagtccctct 
caggtgctgg 
tttttctatt 
gaagaatgtt 
ggactcctcc 
aggagactac 
acaaattttc 



ttac tc tcca 


60 


tgaaaaacc t 


120 


tgagac 1 1 t_te 


180 


ctgagt tgt t\ 


240 


caaccc tagt J 


300 


ccctgaaaca^ 


360 


gtgaaggoat 


420 


agtgccacag 


480 


tcaaggacca 


540 


^ais-agatgtga 


600 


ttcggctcaa 


660 


aaagatgeat 


720 


accttggtgt 


780 


atgagagttg 


840 


agtgggggtg 


900 


tgctgttcaa 


960 


aggacaaatc 


1020 


tctgtttcaa 


1080 


tcctcaaccg 


1140 


aaaacagaca 


1200 


agaggctggc 


1260 


gctacagtta 


1320 


atactgeact 


1380 


tataccacca 


1440 


agcacatctt 


1500 


agacactggt 


1560 


cccgagccct 


1620 


gcagacttag 


1680 


ggcggctgtg 


1740 


ttgtctgctt 


1800 


tggaattcat 


1860 


tgggacttta 


1920 


acacttccag 


1980 


caatagagct 


2040 



-1- 



aaaaatcttt tgccaagaag aaccatgaca cttacttact atgacggaat atctaggtac 2100 

atggaggggc aagttcttca ccttcaaaaa caaatcaaag aacagtcaga gaatgcccaa 2160 

gccagtgggg aggagctact caagaacttg gagaatctgg tggctcaaaa taccactggc 2220 

cctgtctttt gcccaaggct ctaccacctg atggcttacg tctgtatatt aatgggagat 2280 

gggcagaaat gtggcctctt cctgaacaca gccttgcggc tctctgaaac acaggggaat 2340 

atactggaga aatgctggct gaacatgaac aaagaatcat ggtactcaac ctctgagtta 2400 

aaagaagacc aatggcttca gacgatcttg agtctcccat catgggaaaa aattgtagca 2460 

ggcagggtaa acattcagga tcttcaaaaa aacaaattcc tgatgagagc taataccgtg 2520 

gacaatcatt tctaacatgt caaagaaaaa agattttaat aagcact 2567 



<210> 2 
<211> 372 
<212> PRT 
<213> Human 



<400> 2 

Met Leu Phe Lys 
1 

Lys Thr Leu Lys 
20 

Thr Phe Tyr Ser 
35 

Val Leu Ala Lys 
50 

lie Phe Pro Tyr 
65 

Lys Asn Arg His 

Pro Pro Gly Lys 
100 

Leu Ser Leu Leu 
115 

Lys Tyr Tyr Ala 
130 

Glu Thr Gin Asn 
145 

Leu Tyr His His 

Val Met Ala Met 
180 

lie Glu He Val 
195 

He Met Gly His 
210 

Gin Met Trp Ala 
225 

Cys Arg Leu Ser 

He Gin Val Leu 
260 

He Phe Ser Lys 
275 

Tyr Ser Gly Phe 
290 

His Gin Tyr Glu 
305 



Ala Tyr Met Tyr 
5 

Lys Asp Lys Ser 

Leu Lys Gly Glu 
40 

Lys Met Leu Arg 
55 

Asn Leu He Ser 
70 

Phe His Tyr Val 
85 

Lys Arg Leu Ala 

Trp Arg He Tyr 
120 

His Leu Ala Val 
135 

Cys Phe Gin He 
150 

Leu Ala Gly Tyr 
165 

Glu His He Phe 

Ala Tyr Val Ala 
200 

Leu Asp Leu Ala 
215 

Leu Leu Gin Asn 
230 

Arg Cys Leu Leu 
245 

Gly Arg Leu Trp 

Ala Phe Phe Tyr 
280 

Val Tyr Arg Thr 
295 

Asn Asn Arg He 
310 



Leu Asn Glu Gly 
10 

Trp Ser Gin Thr 
25 

Val Cys Phe Asn 

Lys Ala Leu Lys 
60 

Leu Phe Leu His 
75 

Asn Arg Gin Ala 
90 

Gin Leu Tyr Arg 
105 

Ser Tyr Ser Tyr 

Met Met Gin Met 
140 

He Lys Ala Tyr 
155 

Lys Gly Val Trp 
170 

Asn Leu Pro Leu 
185 

Glu Thr Leu Val 

He Glu Leu Gly 
220 

Pro Asn Arg His 
235 

Leu Asn Ser Arg 
250 

Glu Leu Ser Val 
265 

Phe Val Cys Leu 

Phe Glu Glu Cys 
300 

Leu Lys Phe His 
315 



Gin Lys Leu Leu 
15 

Phe Glu Ser Ala 
30 

Met Gly Gin He 
45 

Leu Leu Asn Arg 

He His Val Glu 
80 

Gin Glu Ser Pro 
95 

Gin Thr Val Cys 
110 

Leu Phe His Cys 
125 

Asn Thr Ala Leu 

Leu Asp Tyr Ser 
160 

Phe Lys Tyr Glu 
175 

Lys Gly Glu Gly 
190 

Phe Asn Lys Leu 
205 

Ser Arg Ala Leu 

Tyr Gin Ser Leu 
240 

Tyr Pro Gin Leu 
255 

Thr Gin Glu His 
270 

Asp He Leu Leu 
285 

Leu Glu Phe He 

Ser Gly Leu Leu 
320 



-2- 




Leu Gly Leu Tyr Ser Ser Val Ala 
325 

Gly Arg Arg Leu His Thr Ser Arg 
340 

Asn Gly Thr Thr Phe Thr Asn Phe 
355 360 
Gin Glu Glu Pro 
370 

<210> 3 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primer 

<400> 3 

gatcgcgcca ctgcactcc 

□ <210> 4 
,Q <211> 20 

<212> DNA 
f £ ~= <213> Artificial Sequence 
|n <220> 

; ™ <223> Description of Artificial 

Primer 

y i 

IV <400> 4 

si ggattacagg cgtgagccac 

o 

m <210> 5 

<211> 24 
\'fi <212> DNA 

<213> Artificial Sequence 
^ <220> 

"■U <223> Description of Artificial 
Primer 

<400> 5 

catctaggtt gccttacccg aagt 

<210> 6 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primer 

<400> 6 

tgattaggag cacagcctca gtgc 




lie Trp Glu Cys Glu Ala Gly Val 

330 335 
Asp Pro Gly Met Pro Asp Phe Arg 
345 350 
Pro lie Glu Leu Lys lie Phe Cys 
365 



Sequence: Synthetic 



19 



Sequence: Synthetic 



20 



Sequence : Synthetic 



24 



Sequence: Synthetic 
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SEQUENCE LISTING 



<110> REED-GITOMER, BERENICE Y. 
PAK, CHARLES Y.C. 

<120> ABSORPTIVE HYPERCALCIURIA LOCUS ON HUMAN CHROMOSOME 1 

<130> UTSD:553 

<140> UNKNOWN 
<141> 1999-06-23 

<160> 6 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 2567 
<212> DNA 
^ <213> Human 

;^ <400> 1 

^ gaataacctg ttcaagtatt ccattaagct aacagagaag ttaaacatgg ttactctcca 60 

W tagtgataag gaaagtgaag aagtctgtca cctcacaagt ggtgtcagac tgaaaaacct 120 

gtcacctcca acgtcattaa aagaaatctc tctgatccag ctggatagca tgagactttc 180 

y ccaccaaatg ctggtgagat gtgctgccat cattggcctg accttcacca ctgagttgtt 240 

In gtttgagatt ctcccctgtt ggaatatgaa gatgatgatc aagaccctgg caaccctagt 300 

if] ggaatctaac attttttatt gtttccggaa tggcaaggag cttcaaaagg ccctgaaaca 3 60 

gaatgatccc tcatttgagg tgcactatcg ttccttgtct ctgaagccca gtgaagggat 420 

ggatcacggt gaagaggaac agcttcgtga actggagaat gaggtgatcg agtgccacag 480 

:i gattcgattc tgtaacccta tgatgcagaa aacagcctac gagctgtggc tcaaggacca 540 

)tl gagaaaagcc atgcacttga aatgtgcccg ctttttagaa gaagatgccc acagatgtga 600 

^ ccactgccga ggcagggact tcattcccta tcatcacttc acagtgaata ttcggctcaa 660 

\M cgctttagac atggatgcca ttaaaaagat ggctatgtct catggattta aaagatgcat 720 

\Q gagactggga gatactgcct caccttatta tattcttcaa gtctgatctt accttggtgt 780 

iQ gcacacgtgc taagatttgc ctaatgatgt tgggaggtga agctgaagtg atgagagttg 840 

tgcagggact tacttcctca tccacctccc aaaatgaccc tggcaaagga agtgggggtg 900 

attcataatt oatttaaaaa ctgaagacca acttctcaca gatgtgggga tgctgttcaa 960 

ggcatacatg tatttgaatg aaggacagaa gttgctaaaa actctcaaga aggacaaatc 1020 

ttggagccag acatttgagt ctgccacctt ttacagcctc aaaggtgagg tctgtttcaa 1080 

tatgggccag atagtgcttg ccaagaaaat gctgaggaag gcactgaagc tcctcaaccg 1140 

aatctttcct tacaacttaa tctccttgtt tctccatatc catgtcgaga aaaacagaca 1200 

ctttcattat gtgaatcggc aggcccaaga gagcccacct ccagggaaga agaggctggc 1260 

acaactttac cggcaaactg tctgcctttc cttgctgtgg cgcatctata gctacagtta 1320 

tctttttcac tgcaagtatt atgcccacct ggcagttatg atgcaaatga atactgcact 1380 

ggaaactcaa aattgtttcc agatcattaa ggcttaccta gactattcgc tataccacca 1440 

cctggctggc tacaaaggtg tgtggttcaa atatgaagtc atggccatgg agcacatctt 1500 

caacctcccc ctgaaaggcg agggcattga aatcgtggca tacgtggctg agacactggt 1560 

cttcaacaag ctcataatgg gacacctgga tttggccatt gagttaggct cccgagccct 162 0 

tcagatgtgg gcactgctcc agaatcccaa ccgacattat cagtccctct gcagacttag 1680 

cagatgtctc cttctgaaca gcagataccc gcaattgatc caggtgctgg ggcggctgtg 1740 

ggagctttct gtaacacagg aacacatctt cagcaaggca tttttctatt ttgtctgctt 1800 

ggacatcctg ctttattctg gttttgttta tagaacattt gaagaatgtt tggaattcat 1860 

acaccaatac gaaaacaaca gaatcctcaa gttccacagt ggactcctcc tgggacttta 1920 

ttcctctgta gctatctggg agtgtgaagc aggggtaggc aggagactac acacttccag 1980 

agacccaggt atgccagact tcaggaatgg gacaactttt acaaattttc caatagagct 2040 



-1- 



* 

aaaaatcttt tgccaagaag aaccatgaca 
atggaggggc aagttcttca ccttcaaaaa 
gccagtgggg aggagctact caagaacttg 
cctgtctttt gcccaaggct ctaccacctg 
gggcagaaat gtggcctctt cctgaacaca 
atactggaga aatgctggct gaacatgaac 
aaagaagacc aatggcttca gacgatcttg 
ggcagggtaa acattcagga tcttcaaaaa 
gacaatcatt tctaacatgt caaagaaaaa 




cttacttact atgacggaat atctaggtac 2100 
caaatcaaag aacagtcaga gaatgcccaa 2160 
gagaatctgg tggctcaaaa taccactggc 2220 
atggcttacg tctgtatatt aatgggagat 2280 
gccttgcggc tctctgaaac acaggggaat 2340 
aaagaatcat ggtactcaac ctctgagtta 2400 
agtctcccat catgggaaaa aattgtagca 2460 
aacaaattcc tgatgagagc taataccgtg 2520 
agattttaat aagcact 2567 



<210> 2 
<211> 372 
<212> PRT 
<213> Human 



<400> 2 





Met 


Leu 


Phe 


Lys 


Ala 


Tyr 


Met 


Tyr 


Leu 


Asn 


Glu 


Gly 


Gin 


Lys 


Leu 


Leu 




1 








5 










10 










15 






Lys 


Thr 


Leu 


Lys 
20 


Lys 


Asp 


Lys 


Ser 


Trp 
25 


Ser 


Gin 


Thr 


Phe 


Glu 
30 


Ser 


Ala 




Thr 


Phe 


Tyr 


Ser 


Leu 


Lys 


Gly 


Glu 


Val 


Cys 


Phe 


Asn 


Met 


Gly 


Gin 


He 








35 










40 










45 








^0 


Val 


Leu 


Ala 


Lys 


Lys 


Met 


Leu 


Arg 


Lys 


Ala 


Leu 


Lys 


Leu 


Leu 


Asn 


Arg 


i - ; 




50 










55 










60 












He 


Phe 


Pro 


Tyr 


Asn 


Leu 


lie 


Ser 


Leu 


Phe 


Leu 


His 


He 


His 


Val 


Glu 


3 


65 










70 










75 










80 


w 


Lys 


Asn 


Arg 


His 


Phe 


His 


Tyr 


Val 


Asn 


Arg 


Gin 


Ala 


Gin 


Glu 


Ser 


Pro 


in 










85 










90 










95 






Pro 


Pro 


Gly 


Lys 


Lys 


Arg 


Leu 


Ala 


Gin 


Leu 


Tyr 


Arg 


Gin 


Thr 


Val 


Cys 










100 










105 










110 






5: 


Leu 


Ser 


Leu 


Leu 


Trp 


Arg 


He 


Tyr 


Ser 


Tyr 


Ser 


Tyr 


Leu 


Phe 


His 


Cys 








115 










120 










125 








ST*; 


Lys 


Tyr 


Tyr 


Ala 


His 


Leu 


Ala 


Val 


Met 


Met 


Gin 


Met 


Asn 


Thr 


Ala 


Leu 


lu 




130 










135 










140 










W 


Glu 


Thr 


Gin 


Asn 


Cys 


Phe 


Gin 


He 


He 


Lys 


Ala 


Tyr 


Leu 


Asp 


Tyr 


Ser 




145 










150 










155 










160 


ifl 


Leu 


Tyr 


His 


His 


Leu 


Ala 


Gly 


Tyr 


Lys 


Gly 


Val 


Trp 


Phe 


Lys 


Tyr 


Glu 












165 










170 










175 






Val 


Met 


Ala v.Met 


Glu 


His 


He 


Phe 


Asn 


Leu 


Pro 


Leu 


Lys 


Gly 


Glu 


Gly 










180 










185 










190 








He 


Glu 


He 
195 


Val 


Ala 


Tyr 


Val 


Ala 
200 


Glu 


Thr 


Leu 


Val 


Phe 
205 


Asn 


Lys 


Leu 




He 


Met 
210 


Gly 


His 


Leu 


Asp 


Leu 
215 


Ala 


He 


Glu 


Leu 


Gly 
220 


Ser 


Arg 


Ala 


Leu 




Gin 


Met 


Trp 


Ala 


Leu 


Leu 


Gin 


Asn 


Pro 


Asn 


Arg 


His 


Tyr 


Gin 


Ser 


Leu 




225 










230 










235 










240 




Cys 


Arg 


Leu 


Ser 


Arg 
245 


Cys 


Leu 


Leu 


Leu 


Asn 
250 


Ser 


Arg 


Tyr 


Pro 


Gin 
255 


Leu 




He 


Gin 


Val 


Leu 
260 


Gly 


Arg 


Leu 


Trp 


Glu 
265 


Leu 


Ser 


Val 


Thr 


Gin 
270 


Glu 


His 




He 


Phe 


Ser 
275 


Lys 


Ala 


Phe 


Phe 


Tyr 
280 


Phe 


Val 


Cys 


Leu 


Asp 
285 


He 


Leu 


Leu 




Tyr 


Ser 
290 


Gly 


Phe 


Val 


Tyr 


Arg 
295 


Thr 


Phe 


Glu 


Glu 


Cys 
300 


Leu 


Glu 


Phe 


He 




His 


Gin 


Tyr 


Glu 


Asn 


Asn 


Arg 


He 


Leu 


Lys 


Phe 


His 


Ser 


Gly 


Leu 


Leu 




305 










310 










315 










320 



-2- 



* • 



Leu Gly Leu Tyr Ser Ser Val Ala lie Trp Glu Cys Glu Ala Gly Val 

325 330 335 

Gly Arg Arg Leu His Thr Ser Arg Asp Pro Gly Met Pro Asp Phe Arg 

340 345 350 

Asn Gly Thr Thr Phe Thr Asn Phe Pro lie Glu Leu Lys lie Phe Cys 

355 360 365 

Gin Glu Glu Pro 
370 

<210> 3 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 3 

gatcgcgcca ctgcactcc 19 

<210> 4 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 4 

ggattacagg cgtgagccac 20 

<210> 5 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 5 

catctaggtt gccttacccg aagt 24 

<210> 6 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 6 

tgattaggag cacagcctca gtgc 24 



-3- 



